gaps (21) (22) (23) (24) (25) . Assembly of the H25EA1 genome was conducted according to the same process for mapping to the AC53 sequence.
The AC53 and H25EA1 genomes were, 130,442 bp and 130,440 bp, with GϩC contents of 39.2% and 39.1%, respectively. The homology between the strains was 99.60%. The homology to HzSNPV (accession no. NC003349) was 99.56% but ranged between 98.43% (accession no. NC003094) and 98.99% (accession no. NC011354) in comparison to HaSNPV genomes.
Both strains contain 138 open reading frames (ORFs), 5 homologous repeat (Hr) regions, and all 62 of the conserved genes were found in all lepidopteran baculoviruses (26) . Of the 138 ORFs, 52 had 100% sequence homology between the two strains. The greatest differences between AC53 and H25EA1 were found in the baculovirus repeated open reading frames BRO-A (89.78% homology), and BRO-B (96.41% homology) and the 5 Hr regions (94.61% to 99.27%). However, they contained 100% homology in the BRO region located at ORF107. This is consistent with many baculoviruses (27) (28) (29) .
Both isolates contained the HaSNPV ORF42 (typically located at ORF43 in HzSNPVs) (30, 31) , but unlike published HaSNPV genomes, both contained the HzSNPV ORF79 (7, 28) , located at ORF78.
We conclude that AC53 and H25EA1 are type II Heliothine SNPVs intermediate between HzSNPV and HaSNPV and support the argument that all Heliothine SNPVs are variants of a single species of HaSNPV (3) (4) (5) 7) .
Nucleotide sequence accession numbers. The complete sequences of HaSNPV AC53 and HaSNPV H25EA1 were deposited to GenBank under the accession numbers KJ909666 and KJ922128, respectively.
